Supplementary Figure 1. Putative transcription factors identified in the dpum promoter A 2-kb region upstream of the transcription start site of dpum was interrogated using transcription factor databases (e.g. TRANSFAC model, MAPPER) (21). In total 114 putative transcription factors within the region between -2000 and +1 (transcription initiation marked as +1) were identified. Putative transcriptional elements including, Sp1, TBP, C/EBP, Oct-1, Mef2, MADS-A/B, Hb, NF-kappaB, TCF, CREB and SRF are highlighted. Four Mef2 binding sites, Mef2-a, -b, -c and -d, are highlighted in yellow. Two predicted Mef2 binding motifs, Mef2-b' and Mef2-b'' overlap and, therefore, we count this as one site (Mef2-b). The initiation of each dpum promoter fragment, pumA-E, are indicated as black arrows.
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